Transcriptomic and metabolomic analyses providing insights into

the Coloring Mechanism of Docynia delavayi
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Figure S1 Metabolite samples (GP, YP, and RP) quality assurance. (A) Principal
component analysis (PCA) of metabolite data. (B) OPLS-DA score plot. (C) Heat

map of Pearson's correlation coefficient for metabolite samples.



2 8§ §
o QD 5
g2 8%
S £ 5
€ = 8 %
a G 5 ® ° =
$ c 8 L 5 ]
% S 2 D = 1)
S c > 6 3 @
e g5 o 35 3 2
T < = 8 % o & §
2 8 5 g - 8 ° .
8 5 B 233 £ ..
Q c 2 o
EE S $c3s S
a — O & O —
w M m ..|m - mm‘\%\o\ 015,
8338 s HEN ot
w ° T B o eow e \m-o\Q S.vwk..
O @m O = mdem.@\ Gw.ém_ 1Ory €610
= o [ Yoy, m\QE\m.uo\ o' _Nc.we
£ . =k @wwwu%%o\wb mmwoam% S5y, g, oqscoum
F S, &; 0,
5 Nl it - — e
] [ Yo c e, = 5950 SO 4
— | E quaum.\..m.m%am&@q oy, —— sy 1970 uchems,
e, — 10 g0 o, — 1 seielgy e
Yoyt g R N %ouogq\mo\ 500t @a%a S5500/ e,
90010870 4 e — 500,163 19 &0y sy,
) . ' e
Mmm;: E— .wﬁsﬂ\w&mﬁw%ﬁ e — R,
7 ) , ) 7
R “lin, oy, p— |- 5SS G v T cowo&nmkm&& e,
[ &m&g@%ﬁﬂm@& ogm.s\\w uwoo;.mvumn.\ " sies,, coemw\.qa@_u e "y
8520, ’ =0 2 L o, 22, s, Sy inr Y, 'Sy
[ 0 ] So0d e Yor | 1 . o %\ o oud Sociln 2
_— s, — | R, i
g Oy [ o
— e Y, g
m,.m.mb DOO\ \\_.S.M .w\_.\».md. |I [ QMWN\S 025 O u\bs |. Ox.mm.N
— W&%Q @cwE / m\_.s»owh\ =r %%wuw\.\.em G, s, mwmoaw%a o
u %\ : 055" 004, |I 9 ¢!
e T e — it el G,
p & F ey S | memm— Ao
|. NWMMW“\N@&MW@O\QQ \...\.\\QUESG |I -Mw_mnmw..ﬁ“o.o "9 (o) |I @e%%w%u\mw&m& “
Reiin 0] F Ssa=2um = o8,
— @amw%eamw@MQ@ S cwm&a.n@%\c o — g.\‘.\w\.&mgwuawwgwwuw
1t = [ 2 T—
= [ e c [ Dond o, Uy — B poup Loy,
Hnmo g )50 5 ] [ x&%&%ﬁa& W @ w&&w@*&wﬁﬁﬂﬁw
|. M@m&s& 2 | -.\%\_.Qométrmo Il m.wshmxmco..\ o g Yog,
I %M..WOD\Q &J&\# = I N \ﬁ“.mxb@ukmo.ubmﬂm.\eom I % ﬁ.u%_
I S5, —————— Mo ysi,t 01, I €,
sl 450" Is gy Sy, g L mm\\_&w?@%%e\%u&eo@ e &mwm@%%%@@
Fomd o, y [} W - Gy Al Cins Otey 11708 ]
I n, C Y1, e og, e,
I wmmo%w%\mw@oe 2 wm_.ocwsqu Joi E— *m&wmm_%%%&ﬁwce\q
[ 06 %4 T 43, . Lo gL i,
%&&&:M&s& e | oo o0, — 1] ewgm\%éo e
r— ﬁaﬁw\c@a&wﬁ@m% — N__,mamwmaw\omwé = @yl w\os&so?ﬁ
96 g, Up, S1e, [ asg Bttt . 00 ] v o
by Uigy ! 10t [ SeyonYeng: ey s,
Y04 d0ucy I £152 466, |I £ IS
E— Wﬂ&%& — s su@cmom@\u@@ - qu&mewmay
I 65, r ng ey, Y edE,
. Mwwww Josee, “l S w@m&maﬁw&%%
o Y0, N L Syis 0
S IitOse ! 6y, S F g %, . g
e — e i e — [ eooen . woﬁ%%m@msa
— ] WM\Q&N.A \%.u 5] o, — wﬁwcw%\mmo% o\@vwo@u* [ bm_w; Y oo o w@o.\Q
- ..g.v@.\.\wo \o@@qwmweﬁ_ I F w\%&&oﬁﬁomﬁo © B N.w.u\og QS@S
e — . N — | e — o,
E— tm.wco,aww@a — 0. %\w@wu&mooéﬁ — ] &\&@5
Ly s g8, [ o0 “eigory
YUpg' U Vi Yo, g,
m— S O oo, /%50, o
X866, Yo %o I——— 6
Yooy, L Sl e,
I 06, e
E— m@c&%\%wmmce . s ) Oy,
vie "~y
e | s 2 2 3 2
D\Qw =3 [=] -
— g, g ¢
o - unod

Description

S ’(



Statistics of KEGG Enrichment
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Figure S3 DEGs analyzed by KEGG enrichment analysis (A) GP vs. RP, (B) YP

vs. GP, and (C) YP vs. RP.



